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In the study by Pérez-Jaramillo et al., 2017 [6] , the wild and modern common bean accessions 
Statistical analysis
47
In order to compare the different datasets we rarefied the OTU table up to 500 reads, which 48 was the sequencing depth that allows us to work with most of the data sets available. All the 49 data sets were included except for the data of Leff et al., 2017 , for which sequencing depth, 50 after processing with the method described above, did not reach the threshold implemented.
51
For Alpha diversity metrics, the command alpha_diversity.py in Qiime was applied and the 52 output files were retrieved and plotted in R using the package ggplot2 (v.2.0.0) [12] . As we 53 did not observe significant differences in alpha diversity indexes between wild and 54 domesticated accessions of the same plant species, the data was merged per plant species in 55 order to illustrate exclusively differences between compartments (root/rhizosphere). For beta- 
67
Obtained P-values were adjusted using the Benjamini-Hochberg correction method.
68
Differences in the abundance of taxa between accessions were considered significant when 
